CORRIGENDUM 


In the paper by S. W. BALLINGER, T. G. SCHURR, 
A. TORRONI, Y. Y. GAN, J. A. HODGE, K. HAssAN, K.- 
H. CHEN and D. C. WALLACE (Genetics 130: 139- 
152; January, 1992) entitled “Southeast Asian mito- 
chondrial DNA analysis reveals genetic continuity of 
ancient Mongoloid migrations,” the following correc- 
tions should be noted. In Table 1 on page 141, “103 
G” should be “103 H,” “VN24 54” should be “VN24 
49,” “MM11 49” should be “MM11 54” and “BS24” 
should be “SA24.” In Figure 2 on page 143, haplo- 
types 95, 99 and 100 are Koreans, haplotypes 87, 88, 
92 and 93 are Malays and haplotypes 69, 70 and 77 
are Malay Aborigines. In Appendix B on page 149, 
row 4711i should read “1” for haplotype 68 and “0” 
for haplotype 76. These errors are typographical and 
do not affect the results or phylogenetic analysis. 
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